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Abstract:  Protein is an important component of cells and the main undertaker of life activities. Its synthesis highly relies on complex and
precise translation systems. Previous studies have shown that the correlation between mRNA expression and protein expression level is low. One
of important factors is that mRNA is not translated into protein at the same rate. Translation rate is the key to determining protein expression,
and also affects protein structure and function. Therefore, on the basis of summarizing the mechanism of mRNA translation in eukaryotic and
prokaryotic cells, this study further summarized the main factors affecting translation rate and the main technical means of studying translation
and translation rate, aiming to provide reference value for the study of translation mechanism in vivo in the future.
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Fig. 1 mRNA translation mechanism in eukaryotic cells
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Fig. 2 mRNA translation mechanism in prokaryotic cells
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Fig. 3 Inhibition of translation initiation mediated by RelA
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